Avibacterium paragallinarum is the causative agent of infectious coryza (IC), an upper respiratory disease of breeders, laying hens, and broiler chickens. IC causes significant economic losses due to delayed growth, weight loss, increased number of discarded birds, and decreased egg production. Carbohydrate fermentation tests are commonly used to identify A. paragallinarum, although their use is very laborious. This study presents an alternative rapid technique for A. paragallinarum identification based on amplified 16S ribosomal DNA restriction analysis (ARDRA).
This study showed that a polymerase chain reaction named ARDRA (Amplified 16S Ribosomal DNA Restriction Analysis) method could prove to be an invaluable insight for molecular identification of the A. paragallinarum, a microorganism implicated in respiratory diseases in commercial birds.
Evidence to support the conclusion was gained by using a molecular technique based on the restriction fragment length polymorphism of the 16S ribosomal genes amplified by ARDRA to identify 19 Avibacterium paragallinarum strains isolated from infraorbital sinus and nasal turbinate bone samples of broiler chickens, breeders, and laying hens from different regions of Peru (Table 1 ). The 16S rDNA was amplified by PCR using a pair of bacterial universal primers and restriction analysis of 16S rDNA sequences was done to select endonucleases with the highest number of cutting points inside the 16S rDNA. The DNA patterns with DdeI and RsaI endonucleases were identical for the 19 A. paragallinarum strains, but differed from those obtained for Ornithobacterium rhinotracheale, a bacterium with a high genetic and phenotypic resemblance with A. paragallinarum, as well as from Escherichia coli, a bacterium associated with infectious coryza.
Because the nucleotide sequences found in 16S ribosomal genes vary in an orderly fashion throughout the phylogenetic tree, these sequences have been useful targets for taxon-specific oligonucleotide probes. When no specific primers are designed, the 16S rDNA genes could be amplified using universal bacterial primers and digested with restriction enzymes. Therefore, ARDRA is a reliable and highly specific technique because it identifies a unique genetic profile for A. paragallinarum, which is distinctly different from the genetic profiles of O. rhinotracheale, and E. coli. Summarized from Avian Diseases, Vol. 52, No. 1, 2008, Pages 54-58 
